ABSTRACT Here, we report the draft genome sequence of Streptococcus pneumoniae EF3030, a pediatric otitis media isolate active in biofilm assays of epithelial colonization. The final draft assembly included 2,209,198 bp; the annotation predicted 2,120 coding DNA sequences (CDSs), 4 complete rRNA operons, 58 tRNAs, 3 noncoding RNAs (ncRNAs), and 199 pseudogenes.
genes and consequently were already contained in the S. pneumoniae pan-genome (18) . These data were submitted to the NCBI Prokaryotic Genome Annotation Pipeline (19) for annotation. The annotation consisted of 2,193 total genes, including 2,120 coding DNA sequences (CDSs), 73 RNA-encoding genes (4 complete rRNA operons, 58 tRNAs, and 3 noncoding RNAs [ncRNAs]), and 199 pseudogenes.
Data availability. The draft genome sequence has been deposited in NCBI GenBank under the accession number CP026549. The raw data were deposited in the Sequence Read Archive under BioProject accession number PRJNA432428.
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